To this end, the Phyloreferencing project (http://phyloref.org, Cellinese and Lapp 2015) is working on a specification for encoding phylogenetic clade definitions as ontologies using the Web Ontology Language (OWL in W3C OWL Working Group 2012). Our specification allows the semantics of these definitions, which we call phyloreferences, to be described in terms of shared ancestor and excluded lineage properties. The aim of this effort is to allow any OWL-DL reasoner to resolve phyloreferences on a phylogeny that has itself been translated into a compatible OWL representation. We have developed a workflow that allows us to curate phyloreferences from phylogenetic clade definitions published in natural language, and to resolve the curated phyloreference against the phylogeny upon which the definition was originally created, allowing us to validate that the phyloreference reflects the authors' original intent. We have started work on curating dozens of phyloreferences from publications and the clade definition database RegNum (http://phyloregnum.org), which will provide an online catalog of all clade definitions that are part of the Phylonym Volume, to be published together with the PhyloCode (https://www.ohio.edu/phylocode/). We will comprehensively curate these definitions into a reusable and fully computable ontology of phyloreferences.
In our presentation, we will provide an overview of phyloreferencing and will describe the model and workflow we use to encode clade definitions in OWL, based on concepts and terms taken from the Comparative Data Analysis Ontology (Prosdocimi et al. 2009 ), Darwin-SW (Baskauf and Webb 2016) and Darwin Core (Wieczorek et al. 2012 ). We will demonstrate how phyloreferences can be visualized, resolved and tested on the phylogeny that they were originally described on, and how they resolve on one of the largest synthetic phylogenies available, the Open Tree of Life (Hinchliff et al. 2015) . We will conclude with a discussion of the problems we faced in referring to taxonomic units in phylogenies, which is one of the key challenges in enabling better integration of phylogenetic information into biodiversity analyses.
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